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Table S1.  Data collection and refinement statistics  
 
 SARS-CoV-2 ORF8 

(PDB 7JTL) 
     

Data collection       
 Native  SeMet    
Space group P41212  C21    
Cell dimensions         
    a, b, c (Å) 44.3 44.3 264.1  69.5 69.5 139.6    
    a, b, g  (°)  90, 90, 90  90, 104, 90    
Resolution (Å) 43.65-2.04 (2.11-2.04)  48.44-2.98 (3.16-2.98)    
Rpim  0.032 (0.555)  0.037 (0.600)    
I / sI 14.92 (1.20)  12.3 (1.7)    

Completeness (%) 97.8 (90.2)  99.4 (99.4)    
Redundancy 10.0 (7.6)  5.6 (5.9)    
       
Refinement       
Resolution (Å) 43.65-2.04      
No. reflections 17005 (1399)      
Rwork / Rfree (%) 22.0 (35.2)/ 26.4 (38.4)      
No. atoms       
    Protein 1609      
    Water 201      
B-factors       
    Protein 45.4      
    Water 44.3      
R.m.s. deviations       
    Bond lengths (Å) 0.008      
    Bond angles (°) 1.00      

Values in parentheses are for highest-resolution shell. Redundancy for SeMet data is 
shown for I+ and I- separately 

 
 

 




